. Life cycle of filarial nematodes in a susceptible mosquito (A) Ingested D. immitis microfilariae migrate from the bloodmeal and invade principal cells of the Malpighian tubules starting at day 1. They shorten to sausage-form larvae and continue to develop to transmission-stage infectious L3 larvae over an approximately 12-day period. (B) Ingested B. malayi migrate through the gut wall and hemolymph and ultimately invade cells comprising the indirect flight muscle where they develop to infectious L3 larvae over an approximately 12-day period. For both filarial nematodes, transmission-stage larvae migrate from their site of development to the proboscis where they reside until the mosquito takes another blood meal. During feeding, transmission-stage larvae emerge from the tip of the labial sheath of the proboscis (the labellum) and are deposited on the host skin in a drop of hemolymph where they can enter the body through the bite site. Wolbachia upregulated (yellow) gene sets used for GSEA (table S2, file S1). Gene lists comparisons with significant differences are indicated with an asterisk. Those that are not significant are indicated with "ns". Dots appearing with more than one color indicate genes present in multiple lists. Total number of genes analyzed is shown in the bottom left and the number of up-and downregulated genes are indicated in top right and left corners, respectively. 
immitis infection decreases mosquito survival
The bars show the average mosquito mortality at the time of the emergence assay. The error bars indicate the standard deviation. The total fraction of surviving mosquitoes to the emergence is shown for each group. The P value is from a Chi-squared test. Data pooled from three independent experiments with dsCactus, and dsCaspar and a fourth where only dsCactus was injected. List of primers with T7 RNA polymerase binding site (lowercase bases) for Ae. aegypti Cactus (AAEL000709), Caspar (AAEL027860), Rel1 (AAEL007696), Rel2 (AAEL007624), S7 (AAEL009496), LRIM1 (AAEL012086) as well as the control, Green Fluorescent Protein (GFP). For each comparison with a False Discovery Rate (FDR) < 0.01 the percent and fraction of genes contributing to the enrichment are shown. The remaining comparisons indicated with ns are not significant and have FDRs > 0.1.
